We report the draft genome sequence and annotation of Bacillus sp. strain HY001, a high producer of isoprene, isolated from natto. The total 446 contigs have 5,892,114 base pairs containing 6,429 genes and a GϩC content of 35.39%.
paired-end reads was done with Velvet v.1.2.10 and VelvetOptimiser.pl with default settings (7) . After the removal of small contigs of Ͻ200 bp, 446 contigs remained. The draft genome sequence of strain HY001 has an average GϩC content of 35.39%, an N 50 value of 99,443 bp, and an L 50 value of 17. The 446 contigs have 5,892,114 base pairs.
The draft genome of strain HY001 was analyzed and annotated with the Prokaryotic Genome Annotation Pipeline (PGAP) v.4.8 (8) . In total, 6,429 genes were predicted, including 6,297 coding sequences (CDS), 132 RNA genes, and 203 pseudogenes. Using Pathway Tools v.22.0 (9), 270 pathways were identified, including the methylerythritol phosphate pathway II of terpenoid biosynthesis in the genome.
Data availability. The draft of the whole-genome shotgun sequence has been deposited in NCBI/EBI/GenBank under BioProject number PRJNA555112, BioSample number SAMN12288858, and GenBank accession number VLTE00000000. The raw sequencing reads have been submitted to the SRA with the accession number SRR10270471.
